GACGCTTCTG ATCTCCAGAG GACCCTGGGG TGGGACAGGG GCCTTGGCAA GGCTGCAGCC 



GCTGGGCAGT GGCTTGGAAT GGAGGTCTTT ATTACTGGGA ACTGAGGAGC TAAGAGGCTC 

CTGTCAGCTT GTCCTAAAGT CTTAGCACTT GTGGTGGCTT GGGCTTCACA CACTGTCAGA 

CACCTTCGTG GTGGCCTCCA CGGCCTCACC TTCAGGTTTG AAGCTGGCTC CACAAGGGAC 

ACGGTGAC ATG AGG GGC AGC CCA CTG ATC CAT CTT CTG GCC ACT TCC TTC 
Met Arg Gly Ser Pro Leu He His Leu Leu Ala Thr Ser Phe 
X 5 10 

CTC TGC CTT CTC TCA ATG GTG TGT GCC CAG CTG TGC CGG ACA CCC TGT 
Leu Cys Leu Leu Ser Met Val Cys Ala Gin Leu Cys Arg Thr Pro Cys 
15 20 25 30 

ACC TGT CCT TGG ACA CCA CCC CAG TGC CCA CAG GGG GTA CCC CTG GTG 
Thr Cys Pro Trp Thr Pro Pro Gin Cys Pro Gin Gly Val Pro Leu . Val 

35 40 45 

CTG GAT GGC TGT GGC TGC TGT AAA GTG TGT GCA CGG AGG CTG GGG GAG 
Leu Asp Gly Cys Gly Cys Cys Lys Val Cys Ala Arg Arg Leu Gly Glu 

50 55 60 

TCC TGC GAC CAC CTG CAT GTC TGC GAC CCC AGC CAG GGC CTG GTT TGT 
Ser Cys Asp His Leu His Val Cys Asp Pro Ser Gin Gly Leu Val Cys 
65 70 75 

CAG CCT GGG GCA GGC CCT GGC GGC CAT GGG GCT GTG TGT CTC TTG GAT 
Gin Pro Gly Ala Gly Pro Gly Gly His Gly Ala Val Cys Leu Leu Asp 
80 85 90 



GAG GAT GAC GGT AGC TGT GAG GTG AAT GGC CGC AGG TAC CTG GAT GGA 
Glu Asp Asp Gly Ser Cys Glu Val Asn Gly Arg Arg Tyr Leu Asp Gly 
95 100 105 110 

GAG ACC TTT AAA CCC AAT TGC AGG GTC CTG TGC CGC TGT GAT GAC GGT 
Glu Thr Phe Lys Pro Asn Cys Arg Val Leu Cys Arg Cys Asp Asp Gly 

115 120 125 

GGC TTC ACC TGC CTG CCG CTG TGC AGT GAG GAT GTG CGG CTG CCC AGC 
Gly Phe Thr Cys Leu Pro Leu Cys Ser Glu Asp Val Arg Leu Pro Ser 

130 135 140 

TGG GAC TGC CCA CGC CCC AAG AG A | ATA CAG GTG CCA GGA AAG TGC TGC 
Trp Asp Cys Pro Arg Pro Lys Arg lie Gin Val Pro Gly Lys Cys Cys 
145 150 155 



CCC GAG TIG GTA TGT GAC CAG GGA GTG ACA CCG GCG ATC CAG CGC TCC 

Pro Glu Trp Val Cys Asp Gin Gly Val Thr Pro Ala He Gin Arg Ser 
160 165 170 

ACG GCG CAA GGA CAC CAA CTT TCT GCC CTT GTC ACT CCT GCC TCT GCT 

Thr Ala Gin Gly His Gin Leu Ser Ala Leu Val Thr Pro Ala Ser Ala 

i''5 180 185 190 

GAT GCT CCT TGT CCA AAT TGG AGC ACA GCC TGG GGC CCC TGC TCA ACC 
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Mllgteaiidc Sequence tLucoding M>mrg HICP and the Ammo Ai 

HICP 

CAG CTG TGC CGG ACA CCC TGT ACC TGT CCT TGG ACA CCA CCC CAG TGC 4 6 

Gin Leu Cys Arg Thr Pro Cys Thr Cys Pro Trp Thr Pro Pro Gin Cys 
^ 5 10 15 

CCA CAG GGG GTA CCC CTG GTG CTG GAT GGC TGT GGC TGC TGT AAA GTG 96 
Pro Gin Gly Val Pro Leu Val Leu Asp Gly Cys Gly Cys Cys Lys Val 

20 25 . 30 

TGT GCA CGG AGG CTG GGG GAG TCC TGC GAC CAC CTG CAT GTC TGC GAG 144 
Cys Ala Arg Arg Leu Gly Glu Ser Cys Asp His Leu His Val Cys Asp 
35 40 45 

CCC AGC CAG GGC CTG GTT TGT CAG CCT GGG GCA GGC CCT GGC GGC CAT 192 
Pro Ser Gin Gly Leu Val Cys Gin Pro Gly Ala Gly Pro Gly Gly His 
50 55 60 

GGG GCT GTG TGT CTC TTG GAT GAG GAT GAC GGT AGC TGT GAG GTG AAT 240 
Gly Ala Val Cys Leu Leu Asp Glu Asp Asp Gly Ser Cys Glu Val Asn 
65 70 75 80 

GGC CGC AGG TAC CTG GAT GGA GAG ACC TTT AAA CCC AAT TGC AGG GTC 288 
Gly Arg Arg Tyr Leu Asp Gly Glu Thr Phe Lys Pro Asn Cys Arg Val 

85 90 95 

CTG TGC CGC TGT GAT GAC GGT GGC TTC ACC TGC CTG CCG CTG TGC AGT 336 
Leu Cys Arg Cys Asp Asp Gly Gly Phe Thr Cys Leu Pro Leu Cys Ser 

100 105 110 

GAG GAT GTG CGG CTG CCC AGC TGG GAC TGC CCA CGC CCC AAG AGA ATA 384 
Glu Asp Val Arg Leu Pro Ser Trp Asp Cys Pro Arg Pro Lys Arg lie 
115 120 125 

CAG GTG CCA GGA AAG TGC TGC CCC GAG TGG GTA TGT GAC CAG GGA GTG 4 32 

Gin Val Pro Gly Lys Cys Cys Pro Glu Trp Val Cys Asp Gin Gly Val 
130 135 140 

ACA CCG GCG ATC CAG CGC TCC ACQ GCG CAA GGA CAC CAA CTT TCT GCC 4 80 

Thr Pro Ala He Gin Arg Ser Thr Ala Gin Gly His Gin Leu Ser Ala 
l-»5 150 155 160 

CTT GTC ACT CCT GCC TCT GCT GAT GCT CCT TGT CCA AAT TGG AGC ACA 52 8 

Leu Val Thr Pro Ala Ser Ala Asp Ala Pro Cys Pro Asn Trp Ser Thr 

165 170 175 



TGT CTG CCC AGA CCC TGC CTG GCA GCC AGG AGC CAC AGC TCA TGG AAC 
Cys Leu Pro Arg Pro Cys Leu Ala Ala Arg Ser His Ser Ser Trp Asn 
-10 215 220 



GCC TGG GGC CCC TGC TCA ACC ACC TGT GGG CTG GGC ATA GCC ACC CGA 
Ala Trp Gly Pro Cys Ser Thr Thr Cys Gly Leu Gly He Ala Thr Arg 

180 185 190 - 

GTG TCC AAC CAG AAC CGA TTC TGC CAA CTG GAG ATC CAA CGC CGC CTG 6 24 

Val Ser Asn Gin Asn Arg Phe Cys Gin Leu Glu lie Gin Arg Arg Leu 
195 200 205 
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AGT GCT TTC 
Ser Ala Phe 
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FIGL RE 2 (Continued) 
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Northern Blot Analysis of HICP Expression in Rat Aorta Smooth Muscle Ceils 
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DnA Synthesis in Rat Aorta Smooth Muacic CelU 




10% FCS Vector-CM HICP-CM 



i K.rui: 5 



